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SEQUENCE LISTING 

<110> Sema ApS 

Albr echt sen , Morten 
Christensen, Claus 
Lukanidin, Eugene 
Olesen, Ole 

<120> Use of compounds capable of inhibiting the proteolytic 
processing of semaphorins for prevention, treatment, diagnosis and 
prognosis of an invasive disease 

<130> P682 PCO0 

<160> 30 

<170> Patentln version 3.1 

<210> 1 
<211> 775 
<212> PRT 

<213> mouse Sema3E Genbank#Z93948 
<400> 1 

Met Ala Pro Ala Gly His lie Leu Thr Leu Leu Leu Trp Gly His Leu 
15 10 15 



Leu Glu Leu Trp Thr Pro Gly His Ser Ala Asn Pro Ser Tyr Pro Arg 
20 25 30 
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Leu Arg Leu Ser His Lys Glu Leu Leu Glu Leu Asn Arg Thr Ser lie 
35 40 45 



Phe Gin Ser Pro Leu Gly Phe Leu Asp Leu His Thr Met Leu Leu Asp 
50 55 60 



Glu Tyr Gin Glu Arg Leu Phe Val Gly Gly Arg Asp Leu Val Tyr Ser 
65 70 75 80 



Leu Asn Leu Glu Arg Val Ser Asp Gly Tyr Arg Glu lie Tyr Trp Pro 
85 90 95 



Ser Thr Ala Val Lys Val Glu Glu Cys lie Met Lys Gly Lys Asp Ala 
100 105 110 



Asn Glu Cys Ala Asn Tyr lie Arg Val Leu His His Tyr Asn Arg Thr 
115 120 125 



His Leu Leu Thr Cys Ala Thr Gly Ala Phe Asp Pro His Cys Ala Phe 
130 135 140 



lie Arg Val Gly His His Ser Glu Glu Pro Leu Phe His Leu Glu Ser 
145 ~ 150 155 160 



His Arg Ser Glu Arg Gly Arg Gly Arg Cys Pro Phe Asp Pro Asn Ser 
165 170 175 



Ser Phe Val Ser Thr Leu Val Gly Asn Glu Leu Phe Ala Gly Leu Tyr 
180 185 190 



Ser Asp Tyr Trp Gly Arg Asp Ser Ala lie Phe Arg Ser Met Gly Lys 
195 200 205 



Leu Gly His lie Arg Thr Glu His Asp Asp Glu Arg Leu Leu Lys Glu 
210 215 220 



Pro Lys Phe Val Gly Ser Tyr Met lie Pro Asp Asn Glu Asp Arg Asp 
225 230 235 240 



WO 2004/006898 



PCT/DK2003/000486 



3 

Asp Asn Lys Met Tyr Phe Phe Phe Thr Glu Lys Ala Leu Glu Ala Glu 

245 250 255 

Asn Asn Ala His Thr He Tyr Thr Arg Val Gly Arg Leu Cys Val Asn 
260 265 270 

Asp Met Gly Gly Gin Arg He Leu Val Asn Lys Trp Ser Thr Phe Leu 
275 280 285 

Lys Ala Arg Leu Val Cys Ser Val Pro Gly Met Asn Gly He Asp Thr 
290 295 300 

Tvr Phe Asp Glu Leu Glu Asp Val Phe Leu Leu Pro Thr Arg Asp Pro 
305 310 315 320 

Lys Asn Pro Val He Phe Gly Leu Phe Asn Thr Thr Ser Asn He Phe 

325 ~ 330 335 

Ara Gly His Ala Val Cys Val Tyr His Met Ser Ser He Arg Glu Ala 
340 ' 345 350 

Phe Asn Gly Pro Tyr Ala His Lys Glu Gly Pro Glu Tyr His Trp Ser 
355 " 360 365 

Leu Tyr Glu Gly Lys Val Pro Tyr Pro Arg Pro Gly Ser Cys Ala Ser 
370 " 375 380 

Lys Val Asn Gly Gly Lys Tyr Gly Thr Thr Lys Asp Tyr Pro Asp Asp 
385 390 395 400 

Ala He Arg Phe Ala Arg He Asp Pro Leu Met Tyr Gin Pro He Lys 

405 410 415 

Pro Val His Lys Lys Pro He Leu Val Lys Thr Asp Gly Lys Tyr Asn 
420 425 430 

Leu Arg Gin Leu Ala Val Asp Arg Val Glu Ala Glu Asp Gly Gin Tyr 
435 440 445 



Asp Val Leu Phe He Gly Thr Asp Thr Gly He Val Leu Lys Val He 
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450 455 460 

Thr He Tyr Asn Gin Glu Thr Glu Trp Met Glu Glu Val He Leu Glu 
465 470 475 480 

Glu Leu Gin He Phe Lys Asp Pro Ala Pro He He Ser Met Glu He 
485 490 495 

Ser Ser Lys Arg Gin Gin Leu Tyr He Gly Ser Ala Ser Ala Val Ala 
500 505 510 

Gin Val Arg Phe His His Cys Asp Met Tyr Gly Ser Ala Cys Ala Asp 
515 520 525 

Cys Cys Leu Ala Arg Asp Pro Tyr Cys Ala Trp Asp Gly He Ser Cys 
530 535 540 

Ser Arg Tyr Tyr Pro Thr Gly Ala His Ala Lys Arg Arg Phe Arg Arg 
545 ' 550 555 . 560 

Gin Asp Val Arg His Gly Asn Ala Ala Gin Gin Cys Phe Gly Gin Gin 
565 570 575 

Phe Val Gly Asp Ala Leu Asp Arg Thr Glu Glu Arg Leu Ala Tyr Gly 
580 585 590 

He Glu Ser Asn Ser Thr Leu Leu Glu Cys Thr Pro Arg Ser Leu Gin 
595 600 605 

Ala Lys Val He Trp Phe Tyr Gin Lys Gly Arg Asp Val Arg Lys Glu 
610 615 620 

Glu Val Lys Thr Asp Asp Arg Val Val Lys Met Asp Leu Gly Leu Leu 
625 ~ 630 635 640 

Phe Leu Arg Val Arg Lys Ser Asp Ala Gly Thr Tyr Phe Cys Gin Thr 
645 650 655 



Val Glu His Asn Phe Val His Thr Val Arg Lys He Thr Leu Glu Val 
660 665 670 
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Val Glu Glu His Lys Val Glu Gly Met Phe His Lys Asp His Glu Glu 
675 680 685 

Glu Arg His His Lys Met Pro Cys Pro Pro Leu Ser Gly Met Ser Gin 
690 695 700 

Glv Thr Lys Pro Trp Tyr Lys Glu Phe Leu Gin Leu He Gly Tyr Ser 
705 710 715 720 

Asn Phe Gin Arg Val Glu Glu Tyr Cys Glu Lys Val Trp Cys Thr Asp 
725 730 735 

Lys Lys Arg Lys Lys Leu Lys Met Ser Pro Ser Lys Trp Lys Tyr Ala 
740 745 750 

Asn Pro Gin Glu Lys Arg Leu Arg Ser Lys Ala Glu His Phe Arg Leu 
755 760 765 



Pro Arg His Thr Leu Leu Ser 
770. 775 



<210> 2 
<211> 775 
<212> PRT 

<213> human SEMA3E Genbank#NM012431 
<400> 2 

Met Ala Ser Ala Gly His He He Thr Leu Leu Leu Trp Gly Tyr Leu 
15 10 15 

Leu Glu Leu Trp Thr Gly Gly His Thr Ala Asp Thr Thr His Pro Arg 
20 25 30 

Leu Arg Leu Ser His Lys Glu Leu Leu Asn Leu Asn Arg Thr Ser He 
35 40 45 
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Phe His Ser Pro Phe Gly Phe Leu Asp Leu His Thr Met Leu Leu Asp 
50 55 60 

Glu Tyr Gin Glu Arg Leu Phe Val Gly Gly Arg Asp Leu Val Tyr Ser 
65 70 75 80 

Leu Ser Leu Glu Arg lie Ser Asp Gly Tyr Lys Glu He His Trp Pro 

85 90 95 

Ser Thr Ala Leu Lys Met Glu Glu Cys He Met Lys Gly Lys Asp Ala 
100 105 HO 

Gly Glu Cys Ala Asn Tyr Val Arg Val Leu His His Tyr Asn Arg Thr 
115 120 125 

His Leu Leu Thr Cys Gly Thr Gly Ala Phe Asp Pro Val Cys Ala Phe 
130 ~ 135 140 

He Arg Val Gly Tyr His Leu Glu Asp Pro Leu Phe His Leu Glu Ser 
145 " 150 155 160 

Pro Arg Ser Glu Arg Gly Arg Gly Arg Cys Pro Phe Asp Pro Ser Ser 
165 170 175 

Ser Phe He Ser Thr Leu He Gly Ser Glu Leu Phe Ala Gly Leu Tyr 
180 185 190 

Ser Asp Tyr Trp Ser Arg Asp Ala Ala He Phe Arg Ser Met Gly Arg 
195 ^ 200 205 

Leu Ala His He Arg Thr Glu His Asp Asp Glu Arg Leu Leu Lys Glu 
210 ' 215 220 

Pro Lys Phe Val Gly Ser Tyr Met He Pro Asp Asn Glu Asp Arg Asp 
225 230 235 240 



Asp Asn Lys Val Tyr Phe Phe Phe Thr Glu Lys Ala Leu Glu Ala Glu 

245 250 255 
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Asn Asn Ala His Ala lie Tyr Thr Arg Val Gly Arg Leu Cys Val Asn 
260 265 270 



Asp Val Gly Gly Gin Arg lie Leu Val Asn Lys Trp Ser Thr Phe Leu 
275 280 285 



Lys Ala Arg Leu Val Cys Ser Val Pro Gly Met Asn Gly lie Asp Thr 
290 295 300 



Tyr Phe Asp Glu Leu Glu Asp Val Phe Leu Leu Pro Thr Arg Asp His 
305 310 ' 315 320 



Lys Asn Pro Val lie Phe Gly Leu Phe Asn Thr Thr Ser Asn lie Phe 
325 330 335 



Arg Gly His Ala lie Cys Val Tyr His Met Ser Ser lie Arg Ala Ala 
340 345 350 



Phe Asn Gly Pro Tyr Ala His Lys Glu Gly Pro Glu Tyr His Trp Ser 
355 4 360 365 



Val Tyr Glu Gly Lys Val Pro Tyr Pro Arg Pro Gly Ser Cys Ala Ser 
370 375 380 



Lys Val Asn Gly Gly Arg Tyr Gly Thr Thr Lys Asp Tyr Pro Asp Asp 
385 390 395 400 



Ala lie Arg Phe Ala Arg Ser His Pro Leu Met Tyr Gin Ala lie Lys 

405 410 415 



Pro Ala His Lys Lys Pro lie Leu Val Lys Thr Asp Gly Lys Tyr Asn 
420 425 430 



Leu Lys Gin lie Ala Val Asp Arg Val Glu Ala Glu Asp Gly Gin Tyr 
435 440 445 



Asp Val Leu Phe lie Gly Thr Asp Asn Gly lie Val Leu Lys Val lie 
450 455 460 



Thr lie Tyr Asn Gin Glu Met Glu Ser Met Glu Glu Val He Leu Glu 
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465 470 475 480 

Glu Leu Gin lie Phe Lys Asp Pro Val Pro lie lie Ser Met Glu lie 
485 490 495 



Ser Ser Lys Arg Gin Gin Leu Tyr lie Gly Ser Ala Ser Ala Val Ala 
500 505 510 



Gin Val Arg Phe His His Cys Asp Met Tyr Gly Ser Ala Cys Ala Asp 
515 520 525 



Cys Cys Leu Ala Arg Asp Pro Tyr Cys Ala Trp Asp Gly lie Ser Cys 
530 535 540 



Ser Arg Tyr Tyr Pro Thr Gly Thr His Ala Lys Arg Arg Phe Arg Arg 
545 550 555 560 

Gin Asp Val Arg His Gly Asn Ala Ala Gin Gin Cys Phe Gly Gin Gin 
565 570 575 

Phe Val Gly Asp Ala Leu Asp Lys Thr Glu Glu His Leu Ala Tyr Gly 
580 585 590 



lie Glu Asn Asn Ser Thr Leu Leu Glu Cys Thr Pro Arg Ser Leu Gin 
595 600 605 

Ala Lys Val lie Trp Phe Val Gin Lys Gly Arg Glu Thr Arg Lys Glu 
610 615 620 

Glu Val Lys Thr Asp Asp Arg Val Val Lys Met Asp Leu Gly Leu Leu 
625 4 630 635 640 

Phe Leu Arg Leu His Lys Ser Asp Ala Gly Thr Tyr Phe Cys Gin Thr 
645 650 655 



Val Glu His Ser Phe Val His Thr Val Arg Lys lie Thr Leu Glu Val 
660 665 670 



Val Glu Glu Glu Lys Val Glu Asp Met Phe Asn Lys Asp Asp Glu Glu 
675 680 685 
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Asp Arg His His Arg Met Pro Cys Pro Ala Gin Ser Ser lie Ser Gin 
690 695 700 

Gly Ala Lys Pro Trp Tyr Lys Glu Phe Leu Gin Leu lie Gly Tyr Ser 
705 ' 710 715 720 

Asn Phe Gin Arg Val Glu Glu Tyr Cys Glu Lys Val Trp Cys Thr Asp 
725 730 735 

Arg Lys Arg Lys Lys Leu Lys Met Ser Pro Ser Lys Trp Lys Tyr Ala 
740 745 750 

Asn Pro Gin Glu Lys Lys Leu Arg Ser Lys Pro Glu His Tyr Arg Leu 
755 ~ 760 765 



Pro Arg His Thr Leu Asp Ser 
770 775 



<210> 3 

<211> 560 

<212> PRT 

<213> 61 kDa proteolytic fragment of mouse Sema3E 

<400> 3 

Met Ala Pro Ala Gly His lie Leu Thr Leu Leu Leu Trp Gly His Leu 
1 5 10 15 

Leu Glu Leu Trp Thr Pro Gly His Ser Ala Asn Pro Ser Tyr Pro Arg 
20 25 30 

Leu Arg Leu Ser His Lys Glu Leu Leu Glu Leu Asn Arg Thr Ser lie 
35 40 45 



Phe Gin Ser Pro Leu Gly Phe Leu Asp Leu His Thr Met Leu Leu Asp 
50 55 60 
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Glu Tyr Gin Glu Arg Leu Phe Val Gly Gly Arg Asp Leu Val Tyr Ser 
65 70 75 80 

Leu Asn Leu Glu Arg Val Ser Asp Gly Tyr Arg Glu He Tyr Trp Pro 
85 90 95 

Ser Thr Ala Val Lys Val Glu Glu Cys He Met Lys Gly Lys Asp Ala 
100 105 HO 

Asn Glu Cys Ala Asn Tyr He Arg Val Leu His His Tyr Asn Arg Thr 
115 120 125 

His Leu Leu Thr Cys Ala Thr Gly Ala Phe Asp Pro His Cys Ala Phe 
130 135 140 

He Arg Val Gly His His Ser Glu Glu Pro Leu Phe His Leu Glu Ser 
145 150 155 160 

His Arg Ser Glu Arg Gly Arg Gly Arg Cys Pro Phe Asp Pro Asn Ser 

165 ~ 170 175 

Ser Phe Val Ser Thr Leu Val Gly Asn Glu Leu Phe Ala Gly Leu Tyr 
180 185 190 

Ser Asp Tyr Trp Gly Arg Asp Ser Ala He Phe Arg Ser Met Gly Lys 
195 200 205 

Leu Gly His He Arg Thr Glu His Asp Asp Glu Arg Leu Leu Lys Glu 
210 215 220 

Pro Lys Phe Val Gly Ser Tyr Met He Pro Asp Asn Glu Asp Arg Asp 
225 230 235 240 

Asp Asn Lys Met Tyr Phe Phe Phe Thr Glu Lys. Ala Leu Glu Ala Glu 

245 250 255 



Asn Asn Ala His Thr He Tyr Thr Arg Val Gly Arg Leu Cys Val Asn 
260 " 265 270 
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Asp Met Gly Gly Gin Arg lie Leu Val Asn Lys Trp Ser Thr Phe Leu 
275 280 285 



Lys Ala Arg Leu Val Cys Ser Val Pro Gly Met Asn Gly lie Asp Thr 
290 295 300 



Tyr Phe Asp Glu Leu Glu Asp Val Phe Leu Leu Pro Thr Arg Asp Pro 
305 * 310 315 320 



Lys Asn Pro Val lie Phe Gly Leu Phe Asn Thr Thr Ser Asn lie Phe 
325 330 335 



Arg Gly His Ala Val Cys Val Tyr His Met Ser Ser lie Arg Glu Ala 
340 345 350 



Phe Asn Gly Pro Tyr Ala His Lys Glu Gly Pro Glu Tyr His Trp Ser 
355 " 360 365 



Leu Tyr Glu Gly Lys Val Pro Tyr Pro Arg Pro Gly Ser Cys Ala Ser 
370 ^ 375 380 



Lys Val Asn Gly Gly Lys Tyr Gly Thr Thr Lys Asp Tyr Pro Asp Asp 
385 " 390 395 400 



Ala lie Arg Phe Ala Arg lie Asp Pro Leu Met Tyr Gin Pro lie Lys 

405 410 415 



Pro Val His Lys Lys Pro lie Leu Val Lys Thr Asp Gly Lys Tyr Asn 
420 425 430 



Leu Arg Gin Leu Ala Val Asp Arg Val Glu Ala Glu Asp Gly Gin Tyr 
435 440 445 

Asp Val Leu Phe lie Gly Thr Asp Thr Gly lie Val Leu Lys Val lie 
450 455 460 

Thr lie Tyr Asn Gin Glu Thr Glu Trp Met Glu Glu Val lie Leu Glu 
465 " 470 475 480 



Glu Leu Gin lie Phe Lys Asp Pro Ala Pro He He Ser Met Glu He 
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485 490 495 

Ser Ser Lys Arg Gin Gin Leu Tyr He Gly Ser Ala Ser Ala Val Ala 
500 505 510 

Gin Val Arg Phe His His Cys Asp Met Tyr Gly Ser Ala Cys Ala Asp 
515 520 525 

Cys Cys Leu Ala Arg Asp Pro Tyr Cys Ala Trp Asp Gly lie Ser Cys 
530 535 540 

Ser Arg Tyr Tyr Pro Thr Gly Ala His Ala Lys Arg Arg Phe Arg Arg 

550 555 560 



545 




<210> 


4 


<211> 


560 


<212> 


PRT 


<213> 


61 


<400> 


4 



Met Ala Ser Ala Gly His He He Thr Leu Leu Leu Trp Gly Tyr Leu 
15 10 15 

Leu Glu Leu Trp Thr Gly Gly His Thr Ala Asp Thr Thr His Pro Arg 
20 25 30 

Leu Arg Leu Ser His Lys Glu Leu Leu Asn Leu Asn Arg Thr Ser He 
35 40 45 

Phe His Ser Pro Phe Gly Phe Leu Asp Leu His Thr Met Leu Leu Asp 
50 55 60 

Glu Tyr Gin Glu Arg Leu Phe Val Gly Gly Arg Asp Leu Val Tyr Ser 
65 70 ~ 75 80 



Leu Ser Leu Glu Arg He Ser Asp Gly Tyr Lys Glu He His Trp Pro 
85 90 95 
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Ser Thr Ala Leu Lys Met Glu Glu Cys lie Met Lys Gly Lys Asp Ala 
100 105 110 

Gly Glu Cys Ala Asn Tyr Val Arg Val Leu His His Tyr Asn Arg Thr 
115 120 125 

His Leu Leu Thr Cys Gly Thr Gly Ala Phe Asp Pro Val Cys Ala Phe 
130 " 135 140 

lie Arg Val Gly Tyr His Leu Glu Asp Pro Leu Phe His Leu Glu Ser 
145 150 155 160 

Pro Arg Ser Glu Arg Gly Arg Gly Arg Cys Pro Phe Asp Pro Ser Ser 
165 170 175 

Ser Phe He Ser Thr Leu He Gly Ser Glu Leu Phe Ala Gly Leu Tyr 
180 185 190 

Ser Asp Tyr Trp Ser Arg Asp Ala Ala He Phe Arg Ser Met Gly Arg 
195 " 200 205 

Leu Ala His He Arg Thr Glu His Asp Asp Glu Arg Leu Leu Lys Glu 
210 215 220 

Pro Lys Phe Val Gly Ser Tyr Met He Pro Asp Asn Glu Asp Arg Asp 
225 230 235 240 

Asp Asn Lys Val Tyr Phe Phe Phe Thr Glu Lys Ala Leu Glu Ala Glu 

245 250 255 

Asn Asn Ala His Ala He Tyr Thr Arg Val Gly Arg Leu Cys Val Asn 
260 265 270 

Asp Val Gly Gly Gin Arg He Leu Val Asn Lys Trp Ser Thr Phe Leu 
275 * 280 285 



Lys Ala Arg Leu Val Cys Ser Val Pro Gly Met Asn Gly He Asp Thr 
290 295 300 
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Tyr Phe Asp Glu Leu Glu Asp Val Phe Leu Leu Pro Thr Arg Asp His 
305 310 315 320 



Lys Asn Pro Val lie Phe Gly Leu Phe Asn Thr Thr Ser Asn lie Phe 
325 330 335 



Arg Gly His Ala lie Cys Val Tyr His Met Ser Ser lie Arg Ala Ala 
340 345 350 



Phe Asn Gly Pro Tyr Ala His Lys Glu Gly Pro Glu Tyr His Trp Ser 
355 ~ 360 365 



Val Tyr Glu Gly Lys Val Pro Tyr Pro Arg Pro Gly Ser Cys Ala Ser 
370 ~ 375 380 



Lys Val Asn Gly Gly Arg Tyr Gly Thr Thr Lys Asp Tyr Pro Asp Asp 
385 390 395 400 



Ala lie Arg Phe Ala Arg Ser His Pro Leu Met Tyr Gin Ala lie Lys 

405 ~ 410 415 



Pro Ala His Lys Lys Pro lie Leu Val Lys Thr Asp Gly Lys Tyr Asn 
420 ^ 425 430 



Leu Lys Gin lie Ala Val Asp Arg Val Glu Ala Glu Asp Gly Gin Tyr 
435 440 445 



Asp Val Leu Phe lie Gly Thr Asp Asn Gly lie Val Leu Lys Val lie 
450 455 460 



Thr lie Tyr Asn Gin Glu Met Glu Ser Met Glu Glu Val lie Leu Glu 
465 470 475 480 



Glu Leu Gin lie Phe Lys Asp Pro Val Pro lie lie Ser Met Glu lie 

485 490 495 



Ser Ser Lys Arg Gin Gin Leu Tyr lie Gly Ser Ala Ser Ala Val Ala 
500 505 510 
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Gin Val Arg Phe His His Cys Asp Met Tyr Gly Ser Ala Cys Ala Asp 
515 520 525 

Cys Cys Leu Ala Arg Asp Pro Tyr Cys Ala Trp Asp Gly He Ser Cys 
530 535 540 

Ser Arg Tyr Tyr Pro Thr Gly Thr His Ala Lys Arg Arg Phe Arg Arg 
545 "* A " 550 555 560 



<210> 5 
<211> 50 
<212> PRT 

<213> mouse Sema3E : a fragment comprising a pro-protein 
convertase cleavage site 



<400> 5 

Leu Ala Arg Asp Pro Tyr Cys Ala Trp Asp Gly He Ser Cys Ser Arg 
15 10 15 

Tyr Tyr Pro Thr Gly Thr His Ala Lys Arg Arg Phe Arg Arg Gin Asp 
20 25 30 

Val Arg His Gly Asn Ala Ala Gin Gin Cys Phe Gly Gin Gin Phe Val 
35 40 45 



Gly Asp 
50 



<210> 6 
<211> 50 
<212> PRT 

<213> human SEMA3E: a fragment comprising a pro-protein 
convertase cleavage site 



<400> 6 
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Leu Ala Arg Asp Pro Tyr Cys Ala Trp Asp Gly lie Ser Cys Ser Arg 

15 10 15 

Tyr Tyr Pro Thr Gly Thr His Ala Lys Arg Arg Phe Arg Arg Gin Asp 
20 25 30 



Val Arg His Gly Asn Ala Ala Gin Gin Cys Phe Gly Gin Gin Phe Val 
35 40 45 



Gly Asp 
50 



<210> 7 

<211> 4460 

<212> DNA 

<213> cDNA mouse Sema3E #Z93947 



<400> 7 

aattcggcac gagttcctag aaacgcgcgc gggctcaacc ctgcctgaac tttcctgtaa 
60 

acagagcgct gacaggcggc atccccgctg ggtggatccc gcgccctggc gcaagtggca 
120 

cttcttgctt ctaattatcg agaggagagg cgaatacgaa ctagctgctc ggcaagtcag 
180 

tgtcaggagg ctgacttctg ggaggctggc ggggaggctg ggggaagagc tgggggaggc 
240 

tgctgctctg cttcgactgt tttctcaatg aatagctggc ggggagactg aagctagcca 
300 

cagcctcctc cttcactccg cgtctgggct gacggcgaca gcaccagccc ggacctggct 
360 

ctcaagacgc gctccttgga cggtctcttg ctccgcgctt ctaaccaccg ggcccaaaga 
420 

cagaaaggct tagcggatcc aaatattgcc cggcaaatgg cacttgggaa tggtattttc 
48 0 

tgatgacaac cccttctgtt tgtgacaaag cctgtcgccc gccagttgcc cctggaggga 
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agtactaagt aaaactcaat cctgtcttaa 
600 

gcacgcacca tggcaccggc cggacacatc 
660 

gaactctgga ccccaggtca ctccgcgaac 
720 

aaagaacttt tggaactgaa taggacttca 
780 

ctccatacaa tgctgctgga tgagtatcaa 
840 

gtctattccc tgaacttgga acgagtcagt 
900 

acagcagtaa aggtagaaga atgcataatg 
960 

tatatccggg ttttgcatca ctacaacagg 
1020 

tttgatccac actgtgcctt catcagagtc 
1080 

ctggagtcac acagatctga gagaggaagg 
1140 

tttgtgtcca cgctagttgg gaatgagctg 
1200 

agagactcgg cgatcttccg cagcatgggg 
1260 

gatgagcggc tcctgaaaga accaaaattt 
1320 

gaccgagatg acaacaaaat gtactttttc 
1380 

aacgcccaca cgatctacac ccgagtgggg 
1440 

agaatcctgg tgaacaagtg gagcactttc 
1500 

ggaatgaatg gaatcgacac atactttgac 
1560 
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agtgtggctg caggggccag aggagagcca 
ctcaccttgc tgctctgggg tcacctgctg 
ccctcctacc ccaggctacg cctgtcacat 
atatttcaaa gcccccttgg atttcttgat 
gaacggctct ttgtgggagg cagagacctt 
gacggctaca gagagatata ctggccgagc 
aaaggaaaag acgcaaatga gtgtgccaat 
acacaccttc tgacctgtgc tactggagct 
gggcaccatt cagaggaacc cctgtttcac 
ggcagatgtc cttttgaccc caactcctcc 
tttgctggac tctacagtga ctattggggc 
aagttaggcc atattcgcac tgagcatgac 
gtaggttcat atatgattcc tgataacgaa 
tttactgaga aggcgctgga ggcggagaac 
cggctgtgcg tgaatgacat gggaggacag 
cttaaagcgc ggctggtttg ctcagtgccg 
gaactagagg atgtgttttt actgccgacc 
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agagatccta agaatccagt gatatttgga ctgtttaata ctaccagcaa tatatttaga 
1620 

ggccatgctg tatgtgtgta tcacatgtca agtatccggg aagcctttaa tggcccatat 
1680 

gctcataaag aaggccctga ataccactgg tcactatatg aaggaaaagt cccctaccca 
1740 

aggcctggtt cctgtgccag caaagtaaac ggaggcaagt atggaaccac caaagattac 
1800 

cccgatgacg ccatccggtt cgcaaggatc gatcctctaa tgtatcagcc cataaaacct 
18 60 

gttcataaaa aaccaatact ggtaaaaaca gatggaaaat acaacctgag gcaacttgcc 
1920 

gtggatcggg tggaagcgga ggatggccag tatgacgtct tatttattgg gacagacaca 
1980 

ggaattgtgc tgaaagtaat cacaatttac aaccaagaaa cagagtggat ggaggaagtc 
2040 

attctagagg aacttcaaat attcaaggat ccagccccta tcatttctat ggaaatttct 
2100 

tcaaagagac aacagcttta cattggatca gcctctgctg tggcacaagt cagattccat 
2160 

cactgcgaca tgtatggcag tgcttgtgct gactgctgcc tggctcgaga cccgtactgt 
2220 

gcctgggatg gcatatcctg ctccaggtac tacccaacag gtgcacacgc aaagaggagg 
2280 

ttccgcaggc aggacgttcg gcatggcaac gccgcccaac agtgctttgg acagcaattt 
2340 

gttggagacg cgttggacag gactgaagag aggctggctt atggcataga gagcaacagt 
2400 

actctgttgg aatgcacccc gcgatcacta caagcaaaag tcatctggtt tgtacagaag 
2460 

ggacgcgacg taagaaaaga agaggtgaag acggatgaca gagttgtcaa gatggacttg 
2520 

ggcttgctct tcctcagagt acgcaagtca gatgcaggga cctatttttg ccagacagta 
2580 

gaacacaatt ttgtccatac tgtgcgtaaa atcaccttgg aggtggtcga agagcataaa 
2640 
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gtggagggca tgtttcataa ggaccatgaa gaggaaagac atcacaagat gccctgccct 
2700 

cccttaagcg gtatgtctca ggggacaaaa ccgtggtaca aggaattctt gcagctgatt 
2760 

ggctacagca acttccagag agtggaagaa tactgcgaaa aggtgtggtg tacagataag 
2820 

aagaggaaaa agcttaaaat gtctccctcc aagtggaagt atgccaaccc ccaggaaaag 
2880 

aggcttcgct ctaaagctga gcacttccgc ctgcccaggc acacgctgct ctcctgaggg 
2940 

cgccctctgc cggcggctga ggaacctagg atggaaacat ttttttaaag ggggggaaaa 
3000 

aaaaaagact gaaagcatgc agtctctttc attacttcaa agaactttct gtagtactga 
3060 

gaggctggga aggtgtttta agttattctg catatcatct gactgtacaa acatctctct 
3120 

cacagtacta gtacttaaac gagtgtattg ctttaaaagg cttcacctat ttatcaacat 
3180 

atgatcgggc tgtaattttg agcttgcttt tcagggaaat tattttgcca ttgggatatg 
3240 

tattataatt ataatattaa agaaaaagtt ataggttttc ataatcaaga aaaatgtaaa 
3300 

actctttctg gagttttttc ttttttcttt tcctctttgc agccataagg taaaatatac 
3360 

agaatatcag atattgtaga attatcgtgt gagctttctg gtcagttgtt gatttttttt 
3420 

tttaagccat aagttgtatg tagctgtgtt gtggttgcta taaactgtac aagaaatctg 
3480 

caacccatcc attctgaggc ttgttctctt catgaaacac tcactaaact atattaagaa 
3540 

tatttctgtt ttataaacaa gacatatctt ttaaatttca cttcagtgtg gaaggatgga 
3600 

agatagcctc tcagaaagat atttttaaat agtttcaaac catgaaagta gaattctgtt 
3660 

aaaaacggtc tgtgcttccc tcttgtggta caagaaggca ttcgatctct caatgctgtt 
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3720 

tccataattt tcctcgaatg acttgaaaac aaaatgtagt agatacatct agttcactat 
3780 

tcagaagact caattaaaaa ataattttat ataataattt aatatggaaa tagcatgctt 
3840 

ctggttaatt cattacttca caacaaaccg aagatgttaa ctgcatttga gctttgaaat 
3900 

agaagaaagt acctttccag tcctaccctg agacaagaca ctctgaaagt gtgctttacc 
3960 

cgcaaagaaa ttatcaacga ttcttttctc agaaatgaaa tcttcctatt ttatatttac 
4020 

ttcttggatt cgttttacta ctgacatctt tagagaatca ttatctttgt cttatgaata 
4 080 

taatcaaaat ttatattttt cagaatgttt atttcttgag atttttcttc tctgtatttt 
4140 

aaagagccag cagcttccgt tctaaaatat gatttttatg aggcttttca gttcggtaag 
4200 

agtaacgcaa gtggattgta ataagaacaa ttatgaatac gtattcagac ttaaatttaa 
4260 

ctattatgtc agctatctca gtatgctata taattaagaa tataaagtgt tgagaacttc 
4320 

taatggattt ctttttctgt ctaaaattag gtactacata aatattccac aattttcaaa 
4380 

ttttaaaatt ttggaaattt taaagtccag aatttctaaa acatataact agtatgaata 
4440 

aagagaatgt tgacatcctc 
4460 



<210> 8 

<211> 2328 

<212> DNA 

<213> cDNA mouse Sema3E #Z80941 



<400> 8 
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atggcaccgg ccggacacat cctcaccttg ctgctctggg gtcacctgct ggaactctgg 
60 

accccaggtc actccgcgaa cccctcctac cccaggctac gcctgtcaca taaagaactt 
120 

ttggaactga ataggacttc aatatttcaa agcccccttg gatttcttga tctccataca 
180 

atgctgctgg atgagtatca agaacggctc tttgtgggag gcagagacct tgtctattcc 
240 

ctgaacttgg aacgagtcag tgacggctac agagagatat actggccgag cacagcagta 
300 

aaggtagaag aatgcataat gaaaggaaaa gacgcaaatg agtgtgccaa ttatatccgg 
360 

gttttgcatc actacaacag gacacacctt ctgacctgtg ctactggagc ttttgatcca 
420 

cactgtgcct tcatcagagt cgggcaccat tcagaggaac ccctgtttca cctggagtca 
480 

cacagatctg agagaggaag gggcagatgt ccttttgacc ccaactcctc ctttgtgtcc 
540 

acgctagttg ggaatgagct gtttgctgga ctctacagtg actattgggg cagagactcg 
600 

gcgatcttcc gcagcatggg gaagttaggc catattcgca ctgagcatga cgatgagcgg 
660 

ctcctgaaag aaccaaaatt tgtaggttca tatatgattc ctgataacga agaccgagat 
720 

gacaacaaaa tgtacttttt ctttactgag aaggcgctgg aggcggagaa caacgcccac 
780 

acgatctaca cccgagtggg gcggctgtgc gtgaatgaca tgggaggaca gagaatcctg 
840 

gtgaacaagt ggagcacttt ccttaaagcg cggctggttt gctcagtgcc gggaatgaat 
900 

ggaatcgaca catactttga cgaactagag gatgtgtttt tactgccgac cagagatcct 
960 

aagaatccag tgatatttgg actgtttaat actaccagca atatatttag aggccatgct 
1020 

gtatgtgtgt atcacatgtc aagtatccgg gaagccttta atggcccata tgctcataaa 
1080 
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gaaggccctg aataccactg gtcactatat gaaggaaaag tcccctaccc aaggcctggt 
1140 

tcctgtgcca gcaaagtaaa cggaggcaag tatggaacca ccaaagatta ccccgatgac 
1200 

gccatccggt tcgcaaggat cgatcctcta atgtatcagc ccataaaacc tgttcataaa 
12 60 

aaaccaatac tggtaaaaac agatggaaaa tacaacctga ggcaacttgc cgtggatcgg 
1320 

gtggaagcgg aggatggcca gtatgacgtc ttatttattg ggacagacac aggaattgtg 
1380 

ctgaaagtaa tcacaattta caaccaagaa acagagtgga tggaggaagt cattctagag 
1440 

gaacttcaaa tattcaagga tccagcccct atcatttcta tggaaatttc ttcaaagaga 
1500 

caacagcttt acattggatc agcctctgct gtggcacaag tcagattcca tcactgcgac 
1560 

atgtatggca gtgcttgtgc tgactgctgc ctggctcgag acccgtactg tgcctgggat 
1620 

ggcatatcct gctccaggta ctacccaaca ggtgcacacg caaagaggag gttccgcagg 
1680 

caggacgttc ggcatggcaa cgccgcccaa cagtgctttg gacagcaatt tgttggagac 
1740 

gcgttggaca ggactgaaga gaggctggct tatggcatag agagcaacag tactctgttg 
1800 

gaatgcaccc cgcgatcact acaagcaaaa gtcatctggt ttgtacagaa gggacgcgac 
1860 

gtaagaaaag aagaggtgaa gacggatgac agagttgtca agatggactt gggcttgctc 
1920 

ttcctcagag tacgcaagtc agatgcaggg acctattttt gccagacagt agaacacaat 
1980 

tttgtccata ctgtgcgtaa aatcaccttg gaggtggtcg aagagcataa agtggagggc 
2040 

atgtttcata aggaccatga agaggaaaga catcacaaga tgccctgccc tcccttaagc 
2100 

ggtatgtctc aggggacaaa accgtggtac aaggaattct tgcagctgat tggctacagc 
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2160 

aacttccaga gagtggaaga atactgcgaa aaggtgtggt gtacagataa gaagaggaaa 
2220 

aagcttaaaa tgtctccctc caagtggaag tatgccaacc cccaggaaaa gaggcttcgc 
2280 

tctaaagctg agcacttccg cctgcccagg cacacgctgc tctcctga 
2328 



<210> 9 

<211> 3982 

<212> DNA 

<213> cDNA mouse Sema3E #Z93948 



<400> 9 

aattcggcac gagttcctag aaacgcgcgc gggctcaacc ctgcctgaac tttcctgtaa 
60 

acagagcgct gacaggcggc atccccgctg ggtggatccc gcgccctggc gcaagtggca 
120 

cttcttgctt ctaattatcg agaggagagg cgaatacgaa ctagctgctc ggcaagtcag 
180 

tgtcaggagg ctgacttctg ggaggctggc ggggaggctg ggggaagagc tgggggaggc 
240 

tgctgctctg cttcgactgt tttctcaatg aatagctggc ggggagactg aagctagcca 
300 

cagcctcctc cttcactccg cgtctgggct gacggcgaca gcaccagccc ggacctggct 
360 

ctcaagacgc gctccttgga cggtctcttg ctccgcgctt ctaaccaccg ggcccaaaga 
420 

cagaaaggct tagcggatcc aaatattgcc cggcaaatgg cacttgggaa tggtattttc 
480 

tgatgacaac cccttctgtt tgtgacaaag cctgtcgccc gccagttgcc cctggaggga 
540 

agtactaagt aaaactcaat cctgtcttaa agtgtggctg caggggccag aggagagcca 
600 
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gcacgcacca tggcaccggc cggacacatc ctcaccttgc tgctctgggg tcacctgctg 
660 

gaactctgga ccccaggtca ctccgcgaac ccctcctacc ccaggctacg cctgtcacat 
720 

aaagaacttt tggaactgaa taggacttca atatttcaaa gcccccttgg atttcttgat 
780 

ctccatacaa tgctgctgga tgagtatcaa gaacggctct ttgtgggagg cagagacctt 
840 

gtctattccc tgaacttgga acgagtcagt gacggctaca gagagatata ctggccgagc 
900 

acagcagtaa aggtagaaga atgcataatg aaaggaaaag acgcaaatga gtgtgccaat 
960 

tatatccggg ttttgcatca ctacaacagg acacaccttc tgacctgtgc tactggagct 
1020 

tttgatccac actgtgcctt catcagagtc gggcaccatt cagaggaacc cctgtttcac 
1080 

ctggagtcac acagatctga gagaggaagg ggcagatgtc cttttgaccc caactcctcc 
1140 

tttgtgtcca cgctagttgg gaatgagctg tttgctggac tctacagtga ctattggggc 
1200 

agagactcgg cgatcttccg cagcatgggg aagttaggcc atattcgcac tgagcatgac 
1260 

gatgagcggc tcctgaaaga accaaaattt gtaggttcat atatgattcc tgataacgaa 
1320 

gaccgagatg acaacaaaat gtactttttc tttactgaga aggcgctgga ggcggagaac 
1380 

aacgcccaca cgatctacac ccgagtgggg cggctgtgcg tgaatgacat gggaggacag 
1440 

agaatcctgg tgaacaagtg gagcactttc cttaaagcgc ggctggtttg ctcagtgccg 
1500 

ggaatgaatg gaatcgacac atactttgac gaactagagg atgtgttttt actgccgacc 
1560 

agagatccta agaatccagt gatatttgga ctgtttaata ctaccagcaa tatatttaga 
1620 

ggccatgctg tatgtgtgta tcacatgtca agtatccggg aagcctttaa tggcccatat 
1680 
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gctcataaag aaggccctga ataccactgg tcactatatg aaggaaaagt cccctaccca 
1740 

aggcctggtt cctgtgccag caaagtaaac ggaggcaagt atggaaccac caaagattac 
1800 

cccgatgacg ccatccggtt cgcaaggatc gatcctctaa tgtatcagcc cataaaacct 
1860 

gttcataaaa aaccaatact ggtaaaaaca gatggaaaat acaacctgag gcaacttgcc 
1920 

gtggatcggg tggaagcgga ggatggccag tatgacgtct tatttattgg gacagacaca 
1980 

ggaattgtgc tgaaagtaat cacaatttac aaccaagaaa cagagtggat ggaggaagtc 
2040 

attctagagg aacttcaaat attcaaggat ccagccccta tcatttctat ggaaatttct 
2100 

tcaaagagac aacagcttta cattggatca gcctctgctg tggcacaagt cagattccat 
2160 

cactgcgaca tgtatggcag tgcttgtgct gactgctgcc tggctcgaga cccgtactgt 
2220 

gcctgggatg gcatatcctg ctccaggtac tacccaacag gtgcacacgc aaagaggagg 
2280 

ttccgcaggc aggacgttcg gcatggcaac gccgcccaac agtgctttgg acagcaattt 
2340 

gttggagacg cgttggacag gactgaagag aggctggctt atggcataga gagcaacagt 
2400 

actctgttgg aatgcacccc gcgatcacta caagcaaaag tcatctggtt tgtacagaag 
2460 

ggacgcgacg taagaaaaga agaggtgaag acggatgaca gagttgtcaa gatggacttg 
2520 

ggcttgctct tcctcagagt acgcaagtca gatgcaggga cctatttttg ccagacagta 
2580 

gaacacaatt ttgtccatac tgtgcgtaaa atcaccttgg aggtggtcga agagcataaa 
2640 

gtggagggca tgtttcataa ggaccatgaa gaggaaagac atcacaagat gccctgccct 
2700 

cccttaagcg gtatgtctca ggggacaaaa ccgtggtaca aggaattctt gcagctgatt 
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ggctacagca acttccagag agtggaagaa 
2820 

aagaggaaaa agcttaaaat gtctccctcc 
2880 

aggcttcgct ctaaagctga gcacttccgc 
2940 

cgccctctgc cggcggctga ggaacctagg 
3000 

aaaaaagact gaaagcatgc agtctctttc 
3060 

gaggctggga aggtgtttta agttattctg 
3120 

cacagtacta gtacttaaac gagtgtattg 
3180 

atgatcgggc tgtaattttg agcttgcttt 
3240 

tattataatt ataatattaa agaaaaagtt 
3300 

actctttctg gagttttttc ttttttcttt 
3360 

agaatatcag atattgtaga attatcgtgt 
3420 

tttaagccat aagttgtatg tagctgtgtt 
3480 

caacccatcc attctgaggc ttgttctctt 
3540 

tatttctgtt ttataaacaa gacatatctt 
3600 

agatagcctc tcagaaagat atttttaaat 
3660 

aaaaacggtc tgtgcttccc tcttgtggta 
3720 

tccataattt tcctcgaatg acttgaaaac 
3780 
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tactgcgaaa aggtgtggtg tacagataag 
aagtggaagt atgccaaccc ccaggaaaag 
ctgcccaggc acacgctgct ctcctgaggg 
atggaaacat ttttttaaag ggggggaaaa 
attacttcaa agaactttct gtagtactga 
catatcatct gactgtacaa acatctctct 
ctttaaaagg cttcacctat ttatcaacat 
tcagggaaat tattttgcca ttgggatatg 
ataggttttc ataatcaaga aaaatgtaaa 
tcctctttgc agccataagg taaaatatac 
gagctttctg gtcagttgtt gatttttttt 
gtggttgcta taaactgtac aagaaatctg 
catgaaacac tcactaaact atattaagaa 
ttaaatttca cttcagtgtg gaaggatgga 
agtttcaaac catgaaagta gaattctgtt 
caagaaggca ttcgatctct caatgctgtt 
aaaatgtagt agatacatct agttcactat 
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tcagaagact caattaaaaa ataattttta tataattaag aatataaagt gttgagaact 
3840 

tctaatggat ttctttttct gtctaaaatt aggtactaca taaatattcc acaattttca 
3900 

aattttaaaa ttttggaaat tttaaagtcc agaatttcta aaacatataa ctagtatgaa 
3960 

taaagagaat gttgacatcc tc 
3982 



<210> 10 

<211> 1200 

<212> DNA 

<213> cDNA human SEMA3E #NM012431 



<400> 10 

gtttggcaag tcagtgcaag aggctgactt ctgagaggct tccaggagcc cgaagagagg 
60 

acctccacgg gagaagggag tgcgtgtgct cggttttttt tttttctctc tttttttttt 
120 

ttttttctga atgaacagct ttgcccaagt gactgaaaaa tacagcttct tcctgaatct 
180 

accggcgtag ttgctgaaga gcgctctaga caggacatgg ctctgaagac tcactctttg 
240 

gaatgtcctc ttgctcccgg cttataaaca actgtcccga ggaaagaaag gttttacata 
300 

gccaaataca gcctgacaaa tggcacttcg gaactgtgct ttctgatgac aacgcgttcg 
360 

atttctgaca aagcctctcg cacgctgccc ctggagggaa gtcctaagta aaactcagac 
420 

cctccttaaa gtgaggagcg agggcttgga cggtgaacac ggcagcatgg catccgcggg 
480 

gcacattatc accttgctcc tgtggggtta cttactggag ctttggacag gaggtcatac 
540 

agctgatact acccaccccc ggttacgcct gtcacataaa gagctcttga atctgaacag 
600 
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aacatcaata tttcatagcc cttttggatt tcttgatctc catacaatgc tgctggatga 
660 

atatcaagag aggctcttcg tgggaggcag ggaccttgta tattccctca gcttggagag 
720 

aatcagtgac ggctataaag agatacactg gccgagtaca gctctaaaaa tggaagaatg 
780 

cataatgaag ggaaaagatg cgggtgaatg tgcaaattat gttcgggttt tgcatcacta 
840 

taacaggaca caccttctga cctgtggtac tggagctttt gatccagttt gtgccttcat 
900 

cagagttgga tatcatttgg aggatcctct gtttcacctg gaatcaccca gatctgagag 
960 

aggaaggggc agatgtcctt ttgaccccag ctcctccttc atctccactt taattggtag 
1020 

tgaattgttt gctggactct acagtgacta ctggagcaga gacgctgcga tcttccgcag 
1080 

catggggcga ctggcccata tccgcactga gcatgacgat gagcgtctgt tgaaagaacc 
1140 

aaaatttgta ggttcataca tgattcctga caatgaagac agagatgaca acaaagtata 
1200 



<210> 11 

<211> 680 

<212> PRT 

<213> Plexin Al Genbank#X87832 . 2 : ECTO domain 

<400> 11 

Cvs Val Gin Leu Thr Val Gin Pro Arg Asn Val Ser Val Thr Met Ser 
1 5 10 15 

Gin Val Pro Leu Val Leu Gin Ala Trp Asn Val Pro Asp Leu Ser Ala 
20 25 30 

Gly Val Asn Cys Ser Phe Glu Asp Phe Thr Glu Ser Glu Ser Val Leu 
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35 40 45 

Glu Asp Gly Arg lie His Cys Arg Ser Pro Ser Ala Arg Glu Val Ala 
50 55 60 

Pro He Thr Arg Gly Gin Gly Asp Gin Arg Val Val Lys Leu Tyr Gly 
65 70 75 80 

Lvs Ser Lys Glu Thr Gly Lys Lys Phe Ala Ser Val Asp Phe Val Phe 
85 90 95 

Tvr Asn Cys Ser Val His Gin Ser Cys Leu Ser Cys Val Asn Gly Ser 
100 105 HO 

Phe Pro Cys His Trp Cys Lys Tyr Arg His Val Cys Thr His Asn Val 
115 ~ 120 125 

Ala Asp Cys Ala Phe Leu Glu Gly Arg Val Asn Val Ser Glu Asp Cys 
130 135 140 

Pro Gin He Leu Pro Ser Thr Gin He Tyr Val Pro Val Gly Val Val 
145 150 . 155 160 

Lvs Pro He Thr Leu Ala Ala Arg Asn Leu Pro Gin Pro Gin Ser Gly 
165 170 175 

Gin Arq Gly Tyr Glu Cys Leu Phe His He Pro Gly Ser Pro Ala Arg 
180 185 190 

Val Thr Ala Leu Arg Phe Asn Ser Ser Ser Leu Gin Cys Gin Asn Ser 
195 " 200 205 

Ser Tyr Ser Tyr Glu Gly Asn Asp Val Ser Asp Leu Pro Val Asn Leu 
210 215 220 

Ser Val Val Trp Asn Gly Asn Phe Val He Asp Asn Pro Gin Asn He 
225 230 235 240 

Gin Ala His Leu Tyr Lys Cys Pro Ala Leu Arg Glu Ser Cys Gly Leu 
245 250 255 



WO 2004/006898 



PCT/DK2003/000486 



30 



Gys Leu Lys Ala Asp Pro Arg Phe Glu Cys Gly Trp Cys Val Ala Glu 
260 265 270 

Arg Arg Cys Ser Leu Arg His His Cys Ala Ala Asp Thr Pro Ala Ser 
275 280 285 

Trp Met His Ala Arg His Gly Ser Ser Arg Cys Thr Asp Pro Lys lie 
290 295 300 

Leu Lys Leu Ser Pro Glu Thr Gly Pro Arg Gin Gly Gly Thr Arg Leu 
305 310 315 320 

Thr lie Thr Gly Glu Asn Leu Gly Leu Arg Phe Glu Asp Val Arg Leu 
325 330 335 

Gly Val Arg Val Gly Lys Val Leu Cys Ser Pro Val Glu Ser Glu Tyr 
340 " 345 350 

He Ser Ala Glu Gin He Val Cys Glu He Gly Asp Ala Ser Ser Val 
355 360 365 

Arg Ala His Asp Ala Leu Val Glu Val Cys Val Arg Asp Cys Ser Pro 
370 375 380 

His Tyr Arg Ala Leu Ser Pro Lys Arg Phe Thr Phe Val Thr Pro Thr 
385 " 390 395 400 

Phe Tyr Arg Val Ser Pro Ser Arg Gly Pro Leu Ser Gly Gly Thr Trp 
405 410 415 

He Gly He Glu Gly Ser His Leu Asn Ala Gly Ser Asp Val Ala Val 
420 425 430 

Ser Val Gly Gly Arg Pro Cys Ser Phe Ser Trp Arg Asn Ser Arg Glu 
435 " " 440 445 



He Arg Cys Leu Thr Pro Pro Gly Gin Ser Pro Gly Ser Ala Pro He 
450 455 460 
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He He Asn He Asn Arg Ala Gin Leu Thr Asn Pro Glu Val Lys Tyr 
465 470 475 480 

Asn Tyr Thr Glu Asp Pro Thr He Leu Arg He Asp Pro Glu Trp Ser 

485 490 495 

He Asn Ser Gly Gly Thr Leu Leu Thr Val Thr Gly Thr Asn Leu Ala 
500 505 510 

Thr Val Arg Glu Pro Arg He Arg Ala Lys Tyr Gly Gly He Glu Arg 
515 520 525 

Glu Asn Gly Cys Leu Val Tyr Asn Asp Thr Thr Met Val Cys Arg Ala 
530 535 540 

Pro Ser Val Ala Asn Pro Val Arg Ser Pro Pro Glu Leu Gly Glu Arg 
545 550 555 560 

Pro Asp Glu Leu Gly Phe Val Met Asp Asn Val Arg Ser Leu Leu Val 
565 570 575 

Leu Asn Ser Thr Ser Phe Leu Tyr Tyr Pro Asp Pro Val Leu Glu Pro 
580 585 590 

Leu Ser Pro Thr Gly Leu Leu Glu Leu Lys Pro Ser Ser Pro Leu He 
595 * 600 605 

Leu Lys Gly Arg Asn Leu Leu Pro Pro Ala Pro Gly Asn Ser Arg Leu 
610 J ' 615 620 

Asn Tyr Thr Val Leu He Gly Ser Thr Pro Cys Thr Leu Thr Val Ser 
625 630 635 640 

Glu Thr Gin Leu Leu Cys Glu Ala Pro Asn Leu Thr Gly Gin His Lys 

645 650 655 



Val Thr Val Arg Ala Gly Gly Phe Glu Phe Ser Pro Gly Thr Leu Gin 
660 665 670 
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Val Tyr Ser Asp Ser Leu Leu Thr 





c n c 


C O A 
DOU 


<210> 


12 




<211> 


677 




<212> 


PRT 




<213> 


Plexin A2 


Genbank#BAA32308 : 


<400> 


12 





Cys Val Ser Leu Ala Val His Pro Ser Ser lie Ser Val Ser Glu His 
15 10 15 



Ser Arg Leu Leu Ser Leu Val Val Ser Asp Ala Pro Asp Leu Ser Ala 
20 25 30 



Gly lie Ala Cys Ala Phe Gly Asn Leu Thr Glu Val Glu Gly Gin Val 
35 " 40 45 



Ser Gly Ser Gin Val lie Cys lie Ser Pro Gly Pro Lys Asp Val Pro 
50 55 60 



Val lie Pro Leu Asp Gin Asp Trp Phe Gly Leu Glu Leu Gin Leu Arg 
65 70 75 80 



Ser Lys Glu Thr Gly Lys lie Phe Val Ser Thr Glu Phe Lys Phe Tyr 
85 90 95 



Asn Cys Ser Ala His Gin Leu Cys Leu Ser Cys Val Asn Ser Ala Phe 
100 105 110 



Arg Cys His Trp Cys Lys Tyr Arg Asn Leu Cys Thr His Asp Pro Thr 
115 ' ~ 120 125 



Thr Cys Ser Phe Gin Glu Gly Arg lie Asn lie Ser Glu Asp Cys Pro 
130 135 140 



Gin Leu Val Pro Thr Glu Glu lie Leu lie Pro Val Gly Glu Val Lys 
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145 150 155 160 

Pro lie Thr Leu Lys Ala Arg Asn Leu Pro Gin Pro Gin Ser Gly Gin 
165 170 175 



Arg Gly Tyr Glu Cys Val Leu Asn lie Gin Gly Ala lie His Arg Val 
180 185 190 



Pro Ala Leu Arg Phe Asn Ser Ser Ser Val Gin Cys Gin Asn Ser Ser 

195 200 205 

Tyr Gin Tyr Asp Gly Met Asp lie Ser Asn Leu Ala Val Asp Phe Ala 

210 215 220 



Val Val Trp Asn Gly Asn Phe lie lie Asp Asn Pro Gin Asp Leu Lys 
225 230 235 240 



Val His Leu Tyr Lys Cys Ala Ala Gin Arg Glu Ser Cys Gly Leu Cys 

245 250 255 



Leu Lys Ala Asp Arg Lys Phe Glu Cys Gly Trp Cys Ser Gly Glu Arg 
260 265 270 



Arg Cys Thr Leu His Gin His Cys Thr Ser Pro Ser Ser Pro Trp Leu 
275 280 285 

Asp Trp Ser Ser His Asn Val Lys Cys Ser Asn Pro Gin lie Thr Glu 
290 295 300 

He Leu Thr Val Ser Gly Pro Pro Glu Gly Gly Thr Arg Val Thr He 
305 310 315 320 

His Gly Val Asn Leu Gly Leu Asp Phe Ser Glu He Ala His His Val 
325 330 335 

Gin Val Ala Gly Val Pro Cys Thr Pro Leu Pro Gly Glu Tyr He He 
340 345 350 



Ala Glu Gin He Val Cys Glu Met Gly His Ala Leu Val Gly Thr Thr 
355 360 365 
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Ser Gly Pro Val Arg Leu Cys lie Gly Glu Cys Lys Pro Glu Phe Met 

370 375 380 

Thr Lys Ser His Gin Gin Tyr Thr Phe Val Asn Pro Ser Val Leu Ser 
385 390 395 400 

Leu Asn Pro He Arg Gly Pro Glu Ser Gly Gly Thr Met Val Thr He 
405 410 415 

Thr Gly His Tyr Leu Gly Ala Gly Ser Ser Val Ala Val Tyr Leu Gly 
420 425 430 

Asn Gin Thr Cys Glu Phe Tyr Gly Arg Ser Met Ser Glu He Val Cys 
435 440 445 

Val Ser Pro Pro Ser Ser Asn Gly Leu Gly Pro Val Pro Val Ser Val 
450 455 460 

Ser Val Asp Arg Ala His Val Asp Ser Asn Leu Gin Phe Glu Tyr He 
465 ~ 470 475 480 

Asp Asp Pro Arg Val Gin Arg He Glu Pro Glu Trp Ser He Ala Ser 

485 490 495 

Gly His Thr Pro Leu Thr He Thr Gly Phe Asn Leu Asp Val He Gin 
500 505 510 

Glu Pro Arg He Arg Val Lys Phe Asn Gly Lys Glu Ser Val Asn Val 
515 520 525 

Cys Lys Val Val Asn Thr Thr Thr Leu Thr Cys Leu Ala Pro Ser Leu 
530 535 540 

Thr Thr Asp Tyr Arg Pro Gly Leu Asp Thr Val Glu Arg Pro Asp Glu 
545 ' 550 555 560 



Phe Gly Phe Val Phe Asn Asn Val Gin Ser Leu Leu He Tyr Asn Asp 
565 570 575 



•J 
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Thr Lys Phe lie Tyr Tyr Pro Asn Pro Thr Phe Glu Leu Leu Ser Pro 

580 585 590 



Thr Gly Val Leu Asp Gin Lys Pro Gly Ser Pro lie lie Leu Lys Gly 
595 600 605 



Lys Asn Leu Cys Pro Pro Ala Ser Gly Gly Ala Lys Leu Asn Tyr Thr 
610 615 620 



Val Leu lie Gly Glu Thr Pro Cys Ala Val Thr Val Ser Glu Thr Gin 
625 630 635 640 

Leu Leu Cys Glu Pro Pro Asn Leu Thr Gly Gin His Lys Val Met Val 
645 650 655 



His Val Gly Gly Met Val Phe Ser Pro Gly Ser Val Ser Val lie Ser 
660 665 670 



Asp Ser Leu Leu Thr 
675 



<210> 13 
<211> 687 
<212> PRT 

<213> Plexin A3 Genbank#P51805 : ECTO domain 
<400> 13 

Gly Phe Ala Glu Glu Leu Ser Lys Cys Val Gin Val Arg Val Arg Pro 
15 10 15 



Asn Asn Val Ser Val Thr Ser Pro Gly Val Gin Leu Thr Val Thr Leu 
20 25 30 



His Asn Val Pro Asp Leu Ser Ala Gly Val Ser Cys Ala Phe Glu Ala 
35 40 45 
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Ala Ala Glu Asn Glu Ala Val Leu Leu Pro Ser Gly Glu Leu Leu Cys 

50 55 60 



Pro Ser Pro Ser Leu Gin Glu Leu Arg Ala Leu Thr Arg Gly His Gly 
65 70 75 80 



Ala Thr Arg Thr Val Arg Leu Gin Leu Leu Ser Lys Glu Thr Gly Val 

85 90 95 



Arg Phe Ala Gly Ala Asp Phe Val Phe Tyr Asn Cys Ser Val Leu Gin 
100 105 110 



Ser Cys Met Ser Cys Val Gly Ser Pro Tyr Pro Cys His Trp Cys Lys 
115 120 125 



Tyr Arg His Thr Cys Thr Ser Arg Pro His Glu Cys Ser Phe Gin Glu 
130 135 140 



Gly Arg Val His Ser Pro Glu Gly Cys Pro Glu lie Leu Pro Ser Gly 
145 150 155 160 

Asp Leu Leu lie Pro Val Gly Val Met Gin Pro Leu Thr Leu Arg Ala 

165 170 175 



Lys Asn Leu Pro Gin Pro Gin Ser Gly Gin Lys Asn Tyr Glu Cys Val 
180 185 190 



Val Arg Val Gin Gly Arg Gin Gin Arg Val Pro Ala Val Arg Phe Asn 
195 200 205 

Ser Ser Ser Val Gin Cys Gin Asn Ala Ser Tyr Ser Tyr Glu Gly Asp 
210 215 220 



Glu His Gly Asp Thr Glu Leu Asp Phe Ser Val Val Trp Asp Gly Asp 
225 230 235 240 



Phe Pro lie Asp Lys Pro Pro Ser Phe Arg Ala Leu Leu Tyr Lys Cys 
245 250 255 



Trp Ala Gin Arg Pro Ser Cys Gly Leu Cys Leu Lys Ala Asp Pro Arg 
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260 265 270 



Phe Asn Cys Gly Trp Cys lie Ser Glu His Arg Cys Gin Leu Arg Thr 
275 280 285 



His Cys Pro Ala Pro Lys Thr Asn Trp Met His Leu Ser Gin Lys Gly 
290 295 300 

Thr Arg Cys Ser His Pro Arg lie Thr Gin lie His Pro Leu Val Gly 
305 " 310 315 320 

Pro Lys Glu Gly Gly Thr Arg Val Thr lie Val Gly Glu Asn Leu Gly 
325 330 335 



Leu Leu Ser Arg Glu Val Gly Leu Arg Val Ala Gly Val Arg Cys Asn 
340 345 350 



Ser lie Pro Ala Glu Tyr lie Ser Ala Glu Arg lie Val Cys Glu Met 
355 360 365 



Glu Glu Ser Leu Val Pro Ser Pro Pro Pro Gly Pro Val Glu Leu Cys 
370 375 380 



Val Gly Asp Cys Ser Ala Asp Phe Arg Thr Gin Ser Glu Gin Val Tyr 
385 390 395 400 



Ser Phe Val Thr Pro Thr Phe Asp Gin Val Ser Pro Ser Arg Gly Pro 
405 410 415 



Ala Ser Gly Gly Thr Arg Leu Thr lie Ser Gly Ser Ser Leu Asp Ala 
420 425 430 

Gly Ser Arg Val Thr Val Thr Val Arg Asp Ser Glu Cys Gin Phe Val 
435 440 445 



Arg Arg Asp Ala Lys Ala lie Val Cys lie Ser Pro Leu Ser Thr Leu 
450 455 460 



Gly Pro Ser Gin Ala Pro lie Thr Leu Ala lie Asp Arg Ala Asn lie 
465 470 475 480 
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Ser Ser Pro Gly Leu lie Tyr Thr Tyr Thr Gin Asp Pro Thr Val Thr 
485 490 495 



Arg Leu Glu Pro Thr Trp Ser lie lie Asn Gly Ser Thr Ala lie Thr 
500 505 510 

Val Ser Gly Thr His Leu Leu Thr Val Gin Glu Pro Arg Val Arg Ala 
515 520 525 

Lys Tyr Arg Gly lie Glu Thr Thr Asn Thr Cys Gin Val lie Asn Asp 
530 535 540 

Thr Ala Met Leu Cys Lys Ala Pro Gly He Phe Leu Gly Arg Pro Gin 
545 550 555 560 

Pro Arg Ala Gin Gly Glu His Pro Asp Glu Phe Gly Phe Leu Leu Asp 
565 570 575 

His Val Gin Thr Ala Arg Ser Leu Asn Arg Ser Ser Phe Thr Tyr Tyr 
580 585 590 

Pro Asp Pro Ser Phe Glu Pro Leu Gly Pro Ser Gly Val Leu Asp Val 
595 600 605 

Lys Pro Gly Ser His Val Val Leu Lys Gly Lys Asn Leu He Pro Ala 
610 ^ 615 620 

Ala Ala Gly Ser Ser Arg Leu Asn Tyr Thr Val Leu He Gly Gly Gin 
625 " 630 635 640 

Pro Cys Ser Leu Thr Val Ser Asp Thr Gin Leu Leu Cys Asp Ser Pro 
645 650 655 

Ser Gin Thr Gly Arg Gin Pro Val Met Val Leu Val Gly Gly Leu Glu 
660 665 670 



Phe Trp Leu Gly Thr Leu His He Ser Ala Glu Arg Ala Leu Thr 
675 680 685 
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<210> 14 
<211> 22 
<212> DNA 

<213> human SEMA 3E: sense primer 
<400> 14 

cgggatccat ttttttacga aa 
22 

<210> 15 
<211> 23 
<212> DNA 

<213> human SEMA 3E antisense primer 
<400> 15 

gcggatcctc ccagccatag gtc 
23 

<210> 16 
<211> 20 
<212> DNA 

<213> mouse sema 3A antisense primer 
<400> 16 

acatgcacac agcagatccc 
20 

<210> 17 
<211> 20 
<212> DNA 

<213> mouse sema 3A sense primer 
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<400> 17 

ggaagagccc ttatgatccc 
20 

<210> 18 

<211> 20 

<212> DNA 

<213> mouse sema 3B antisense primer 

<400> 18 

caactccagg tactgagcac 
20 

<210> 19 

<211> 20 

<212> DNA 

<213> mouse sema 3B sense primer 



<400> 19 

aatgcaactg ggcagggaag 
20 

<210> 20 

<211> 20 

<212> DNA 

<213> mouse sema 3C antisense primer 



<400> 20 

tacacacaca ctgccgatcc 
20 
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<210> 21 
<211> 20 
<212> DNA 

<213> mouse sema 3C sense primer 



<400> 21 

ctcacctgta tgtctgtggg 
20 



<210> 22 

<211> 29 

<212> DNA 

<213> mouse sema 3E sense primer 



<400> 22 

agaggagggc ccgccgccac catggcacc 
29 



<210> 23 

<211> 29 

<212> DNA 

<213> mouse sema 3E antisense primer: stop codon 



<400> 23 

cggcagaggg ggccctcagg agagcagcg 
29 



<210> 24 

<211> 30 

<212> DNA 

<213> mouse sema 3E antisense primer: read through 
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<400> 24 

gggcccgcgc cctcgggaga gcagcgtgtg 
30 



<210> 25 

<211> 33 

<212> DNA 

<213> mouse sema 3E sense primer: mutated proteolytic site 



<400> 25 

ttcggcgggc aggacgttcg gcatggcaac gcc 
33 



<210> 26 

<211> 33 

<212> DNA 

<213> mouse sema 3E antisense primer: mutated proteolytic site 



<400> 26 

gcttctcttt gcgtgtgcac ctgttgggta gta 
33 



<210> 27 

<211> 31 

<212> DNA 

<213> mouse sema 3E sense primer: PstI linker 



<400> 27 

ctgcagaggc tacgcctgtc acataaagaa c 
31 



<210> 28 
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<211> 31 
<212> DNA 

<213> mouse sema 3E antisense primer: Apal linker 
<400> 28 

gggccctagt gcacctgttg ggtagtacct g 
31 

<210> 29 
<211> 29 
<212> DNA 

<213> mouse sema 3E sense primer: PstI site 
<400> 29 

ggtcactctg caggcccctc ctacgccag 
29 

<210> 30 
<211> 21 
<212> DNA 

<213> mouse sema 3E antisense primer:NotI site 
<400> 30 

gggcggccgc tccctcgggg g 
21 



